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Sup_1:
Analysis of poly(A) site use in the MC4R wild type and mutant backgrounds. (A). Graph
showing the MC4R ORF construct containing the CMV promoter and MC4R specific sequences including the 5'UTR, ORF, 3'UTR and 3'flanking sequences. This construct is used for the identification of the major MC4R poly(A) site. In the entire MC4R gene there are three possible poly(A) sites. Two poly(A) sites are located ~300 (P1) and ~400 (P2) nucleotides downstream of the MC4R stop codon. An additional hexamer (P?) albeit without a DSE can be found overlapping the MC4R stop codon and the first nucleotides in the 3'UTR. The length of expected PCR products using oligo-dT primers (dT) and the forward primer (F3) located in the MC4R ORF for each poly(A) site are shown below. (B) RT-PCR analysis showing that P1 is the major cleavage and polyadenylation site used in the MC4R ORF and wt construct (Wt) used in this paper. 
